Analytical centrifugation experiments allowed higher resolution data and accurate estimates of the molecular masses for the observed species. The sedimentation analysis shows that samples of only C4 scFv contain predominantly a single species of molecular mass of ∼25.8 kDa with a very small fraction of a protein species with a higher sedimentation coefficient (s), corresponding to a globular protein with a molecular mass around ∼48.3 kDa (peak (a) in the zoomed inset of Figure S2B ). These values are very close to the expected masses of the monomeric C4 scFv and its domain swapped diabody [1] , with theoretical masses of 25.6 kDa and 51.3 kDa. The samples of equimolar amounts of C4 scFv and the HTT(1-17) peptide contain protein species that sediment with slightly higher s-values than those observed for C4 scFv alone. The observed s-values correspond to molecular masses of ∼27.8 kDa and ∼54.5 kDa (the higher molecular weight species corresponds to peak (b) in the zoomed inset of Figure   S2B ), again comparing very well to the theoretical masses of 27.6 kDa and 55. Mass spectrometry measurements. Nondenaturing nanoelectrospray ionisation mass spectra were recorded on a Synapt HDMS instrument (Waters, Manchester, UK), and calibrated using caesium iodide (100 mg ml -1 ) using methodology described previously [3] . 
